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the resulting transcriptional units may share similar
regulatatory logic. A test of this hypothesis using gene
expression microarray data is shown in the figure below
(right). Below left is a screenshot of the VIMSS regulon

SN
e The distribution of COG functional categocies for D. vulgais genes peedicted fo be
differcatially cxpressed in responsé 0 O, atress is sbown sbove. Red bars isdicate
up-segulased genes, yellow bars represcat down-regulased penes. and blue bars
represent otal penes with that femctional category avagament. COG awigements

known about operon structure outside a few model
organisms. To identify operons in other
prokaryotes, we combine predictions inferred from

Validatiog Predictions i Six Species Using Microarrays (Below). We ssc e
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conservation of gene order across 129 prokayotic
with f iction based on

sequence homology and use these to infer a

genome-specific model of the intergenic distances

between adjacent pairs genes on the same operon

and pairs that span a transcriptional boundary. We
these i

pains of gencs oa e same strand of DNA. The cyan line shows the sssoothed

average of expeession correlation (. y-axis) for gene pairs with a given probability of
Being in the same operoa (. x-axisk The histograss on the left aves repoescat the

distribetions of correlations in expeession profiles for gene pairs peedicted 1o be
difforcnt operons (p < 0.5). On the right axcs arc histograms of coerclations in

expeession between pencs prodicied to be in the same operos (p > 0.5). The boesoms
ais shows the distrdation of p-valees obeained foe prodictions in each gemome. Also
shown are acceracy estimates based on the microarmays. as well as accuracy predicted

browser, which allows users to browse the neghborhood
of genes predicted to be coregulated (based on
conserved gene order in dwbam genomes, black lines), or

to be

(blue lines; red lines nndleate connections both predicted

and observed ).
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Q + Sccondary metabolites, R - General, $ - Unksows, T+ Sigaal transductioa, U -
Intracclular trafficking. V - Defome mochanies

mctabolism, J - Trasslation, K - Transcripeioa. L - Replication. M - Cell
modfications, P - tabo
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